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-22 S'OTR M DLVLRKYLL 

CIL 5 '^'^'^'^'^'^'^'^^^'^^^' ^ STG GAT CTG GTG CTG AGA AAA TAC CTT CTC 

HVALMGVLLAVRTTEGPR 

CAT GTG GCT CTG ATG GGT GTT CTT CTG GCT GTA AGG ACC ACA GAA GGA CCC AGA 

DRDWLGVSRQLRIKAWNR 
GAG AGG GAC TGG CTT GGT GTC TCA AGG CAG CTC AGA ATT AAA GCA TGG AAC AGA 

QLYPEWTESQGPDCWRGG 
CAG CTG TAT CCA GAG TGG ACA GAA AGC CAG GGG CCT GAC TGC TGG AGA GGT GGC 

HISLK.V SNDGPTLIGANA 
CAC ATA TCC CTG AAG GTC AGC AAT GAT GGG CCT ACA CTG ATT GGG GCA AAT GCT 
^SIL2 

SFSIALHFPKSQKVLPDG 
TCC TTC TCT ATT GCC TTG CAC TTT CCT AAA AGC CAA AAG GTG CTG CCA GAT GGG 

QVIWANNTIINGSQVWGG 
CAG GTC ATC TGG GCC AAC AAC ACC ATC ATC AAT GGG AGC CAG GTG TGG GGA GGA 

QLVYPQEPDDTCIFP ^^^D G E 
CAG CTG GTA TAT CCC CAA GAA CCT GAT GAT ACC TGC ATC TTC CCC GAT GGG GAG 

PCPSGPLSQKRCFVYVWK 
CCC TGC CCT TCT GGC CCT CTA TCT CAG AAA AGA TGC TTT GTT TAT GTC TGG AAG 

TWDQYWQVLGGPVSGLSI 
ACC TGG GAC CAA TAC TGG CAA GTT CTG GGG GGC CCA GTG TCT GGA CTG AGC ATC 

GTDKAMLGTYNMEVTVYH 
GGG ACA GAC AAG GCA ATG CTG GGC ACA TAT AAC ATG GAA GTG ACT GTC TAC CAC 

RRGSQSYVPLAHSSSAFT 
CGC CGG GGG TCC CAG AGC TAT GTG CCC CTC GCT CAC TCC AGT TCA GCC TTC ACC 

ITDQVPFSVSVSQLQALD 
ATT ACT GAC CAG GTG CCC TTC TCT GTG AGT GTG TCT CAG CTG CAG GCC TTG GAT 

GRNKRFLRKQPLTFALQL 
GGA AGG AAC AAG CGC TTC CTG AGA AAG CAG CCT CTG ACC TTT GCC CTC CAG CTC 

HDPSGYLAGADLSYTWDF 
CAT GAT CCC AGT GGC TAT TTG GCT GGG GCT GAC CTT TCC TAC ACC TGG GAC TTT 

GDSTGTLISRALTVTJHTY 
GGT GAC AGT ACA GGG ACC CTG ATC TCT CGG GCA CTC ACG GTC ACT CAC ACT TAC 

LESGPVTAQVVLQAAIPL 
CTA GAG TCT GGC CCA GTC ACT GCA CAG GTG GTG CTG CAG GCT GCC ATT CCT CTC 

TSCGSSPVPGTTDRHVTT 
ACC TCC TGT GGC TCC TCT CCA GTT CCA GGC ACT ACA GAT AGG CAT GTG ACA ACT 

AEAPGTTAGQVPTTEVMG 
GCA GAG GCT CCT GGA ACC ACA GCT GGC CAA GTG CCT ACT ACA GAA GTC ATG GGC 

TTPGQVPTAEAPGTTVGW 
ACC ACA CCT GGC CAG GTG CCA ACT GCA GAG GCC CCT GGC ACC ACA GTT GGG TGG 

VPTTEDVGTTPEQVATSK 
GTG CCA ACC ACA GAG GAT GTA GGT ACC ACA CCT GAG CAG GTG GCA ACC TCC AAA 

VLSTTPVEMPTAKATGRT 
GTC TTA AGT ACA ACA CCA GTG GAG ATG CCA ACT GCA AAA GCT ACA GGT AGG ACA 
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PEVSTTEPSGTTVTQGTT 406 

CCT CPA GTG TCR ACT ACA GAG CCC TCT GGA ACC ACA GTT ACA CAG GGA ACA ACT 1218 

PELVETTAGEVST.PEPAG 424 

CCA GAG CTG GTG GAG ACC ACA GOT GGA GAG GTG TCC ACT CCT GAG CCT GCG GGT 1272 

SNTSSFMPTEGTAGSLSP 442 

TCA AAT ACT AGC TCA TTC ATG CCT ACA GAA GGT ACT GCA GGC TCC CTG AGT CCC 132 6 

LPDDTATLVLEKRQAPLD 460 

CTG CCG GAT GAC ACT GCC ACC TTA GTC CTG GAG AAG CGC CAA GCC CCC CTG GAT 1380 

CVLYRYGSFSLTLDIVQG 478 

TGT GTT CTG TAT CGC TAT GGC TCC TTT TCC CTC ACC CTG GAC ATT GTC CAG GGT 14 34 

lESAEILQAVSSSE. GDAF 496 

ATT GAG AGT GCT GAG ATC CTA CAG GCT GTG TCA TCC AGT GAA GGA GAT GCA TTT 1488 

ELTVSCQGGLPKEACMDI 514 

GAG CTG ACT GTG TCT TGC CAA GGC GGG CTA CCC AAG GAA GCC TGC ATG GAC ATC 1542 

SSPGCQLPAQRLCQPVPP 532 

TCA TCG CCA GGG TGT CAG CTG CCT GCC CAG CGG CTG TGT CAG CCT GTG CCC CCC 15 96 

SPACQLVLHQVLKGGSGT 550 

AGC CCA GCC TGC CAG CTG GTT TTG CAC CAG GTA CTG AAG GGT GGC TCA GGG ACC 1650 

YCLNVSLADANSLAMVST 568 

TAC TGC CTC AAT GTG TCT TTG GCT GAT GCC AAT AGC CTG GCG ATG GTC AGC ACC 1704 



QLVMPGQEAGLRQAPLFV 586 

CAG CTT GTC ATG CCT GGG CAA GAA GCA GGC CTC AGG CAG GCT CCT CTG TTC GTG 17 58 

GILLVLTALLLASLIYRR 604 

GGC ATC TTG CTG GTG CTA ACA GCT TTG TTG CTT GCA TCT CTG ATA TAC AGG CGA 1312 

RLMKQGSAVPLPQLPHGR 622 

AGA CTT ATG AAG CAA GGC TCA GCA GTC CCC CTT CCC CAG CTG CCA CAC GGT AGA 1866 

TQWLRLPWVFRSCPIGES 640 

ACC CAG TGG CTA CGT CTG CCC TGG GTC TTC CGC TCT TGC CCC ATT GGT GAG AGC 1920 

KPLLSGQQV* ^ ; SIL7 649 

AAA CCC CTC CTC AGT GGA CAG CAG GTC XGA GTG CTC TTA TGT GAA GTC ATG ATT 1974 

SIL4- ► 

TAC CCA GGT GGA CAG CAA GGC CTG TCT TTT CTC TGG TCT TCC C^C AGA SAC TAC 2028 

^ SIL6 (SEQ ID NO: 13) 

CAT TGC CTG A AA TAA A GA CTC AGA ACT TG Poly (A) (SEQ ID NO: 12) 2057 

yxm 
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SILIO 

GTTGCTGGWiGGARGJU\CRGGATG(»TCTGGTGCTGfcGMkAATACCTTCTCC».TSTGGCTCTGATGGGTGTTCTTCTGGC 8 0 

TGTAAGGACCACAGAAGGTOAGTGTGGGATGTTGGACATGAACAflGTGTGAATTTGGGGTTGCACACCTGCTCTGGTTTT 160 

TCTCTCCCTAAAATGGAAGATATCAGTAGTGCTTCAGGTGTCTCCCACCCATTTGATTTAGTGAGGACATGGGCAACTGA 240 

GCTCCCTCCCCACATGAAGATTTGGGTGCATGTGTGTTCAGGCACTTGGGACTGAACCTGAAAACAACCCCATCTACCTG 320 

— ^SILS 

GRTGGGTGAGAGAACAGTATGTCTCCGTGGCCCTAATTTTGAGATGCTCTGAATftGTGAGCTGGAACATGGGTGCCAAGG 400 

TAGTAAAATGAGTGGAAACTCATTTAGGCTTTGTCTCAGGCACTTGGGAT AGGGTATTTAGGAGATAGAGAAAGATAGGA 4 80 

GATAGGAGAAAGGAGAAAGAGGATGTGGTATTGGATAGAAGGGTAATGAGGCACCTCATCCCCTCTTTGGGATGGGCRTG 560 

GGTGAACACAGCCCAGGCTTTTGTTCTGGGGCTGGAAGAGACAGGCAGAAGGGTCTCAGCTGAGCATCACATGAAAGGGC 640 

TCTGGGGGATTGGGGCCTCGTGACAGGAGCAAGGCGGGTGGGGTGGGGATGGTGAGAGGGTCTGGAATGTCCCGTGCTGC 720 

GATAATTCTAGATCCTCCCCCRAGRGAATCRACCRGGTTTCTGGTACRTGTTAGAGRTGGAGTGAGGATRGTCTGTGATG 880 

TGCAGAAATRTCTACATTGTACCCCAGTGCCCCCTTTCTCTAGATCCCTGGTCTCACAGACTTCTTGGRACTTCTCCTTG 960 

ATCTGACTTCCCTCATTCATGGTGTCATTTCAAGTCTTATTCTTTTRCTArGTTCGTTATTGTATTCTGGAAATATCCTG 1040 

TTCATATGTGTCCACCCAAGGCTCTTAATATGTTGTGCTTACTTTTTGGArCCAGRTTTTTARRATCATARGRAGRCATT 1120 

TTTRTRT AGTTCRTGRARTTTTGCATGGRCTGRGTTTGATAATTTTGTTTAGTGTGAATTAACATTGTGTTTATTTAAGA 1200 

AAAAAAAATATTTTTTTACRGAAACCTACTGAATTTGTAGGGTTTTAAAATAACATGATGTCTGGGATTTGCTTTTGAAT 1280 

GCTTCAGCCAAAAAACAAACGAACAACRRAfiATAAAGGATAGATAAAGCAAATGTGACAAAflTGCTGATAGTTGTTGGAC 1360 

CTTGGGGAGACACATGCAGRGCCRTCRCRTCRCTTTTTTTCRGACRTCTTTCTTGGTCRGTTATAATCATTTTGTTTGTC 1440 

CCCACTCCCAATTTCTACTTGCCTCTAGTCCATCCTCCTCACTGCTTGCCRAAGTGATCCTTCTAAAACACAAATCTGAT 1520 

CATATTCAAAAAGCTTTTGAAGGGTAAGTTTTATGGTATATGCCATATRTCAGTACAACAAACAAAATCGTCTGAGGTGC 1600 

CGTTGCCTACAGGATAAAGTCCAAACTCCTTTGCCTGGCACTCCRAGCCCCCACTCTATCTTCTTGGCCTCRTCTCTCAT 1680 

GATGTACATCAGCCRCATTGCTAGTGTCTGCTCATGGCCTTCTGCCTRGAATGCTTTATGCCCCAGCCAACTATTTACTG 1760 

TCTTCTTCAGTCGACCAGAGTGCAATTTACCTGTTTAAAATCTATCATTTTGTTATACATTGTGCATGTCTATTATGGCT 1840 

CATATTAAGCAATGCCTTGGATTATAGTAATTTATGTATATGTCTATTTCATATACTTTAACCTGAACCCCTTCAGAACC 1920 

ATTTCTTTTTCATTTCTTAAGTTCTTTGCACCTAGCCCAGTGCCTGGTACGTCGTGGGTATTCAGTAGATTAAAATGCAC 2000 

TTTAAGGAACTTCCCTTGTTGTCCATCAAGTGGCTAAGGCTCTGTGCTCCCAATGCAGGGGACCAGGGTTCAATCTCAGG 2080 

TCAGGGAACTAGATCCCACAGGTCACAACTAAGAGTTTGCARGCCACRACTACCTGACCTCACATGCCACAACTAATCGA 2160 

AGATCCCTCGTGCTGCAACTAAGTCCTAGTGCAGTTAAATATATTTTTTTAATGCRCTTTGRATGTGRGRATGRRTGRTG 2240 

TGTCACAGACRCTGTTGTCCCCTGAGAAGGGAGTGAGTRATGATTTGAGGGCCCTCATAGTATATCTTCCTTTTTAGGRC 2320 

CCAGAGACAGGGACTG(WTTGSTGTCTau«3GC»GCTaVGAATTAAAGCATGGAACJ«5ACAGCTSTATCCAGAGTGt^^ 2400 

G&AAGCCAGGGGCCTGACTGCTGGAG&GGraGGAACTTGGCAATTTCCAGGGAGGATATGGTGGAAATGGGTGGGGAGGG 2480 

GARCGGGGTTGRATGTACTTAGGRAGATAGGGRRGGARAAGGCRTACAGGGAGGAGAAGCCAAGGAGCTAATTAATGCAG 2560 

CTGCCCTTTTCAGGTMCCACATATCCCTGRAGGTCAGCAATGATCGSCCTACACTGATTGGGGCAARTGCTTCCTTCTC 2640 

TATTGCCTTGCACTTTCCTAAAAGC(ykAAAGGTCCTGCCAGAT6GG<»QGTCATCTGGGCCAACAACACCATCATCaAT0 2720 

GJGAGTACCTCTCCGCCTCCTTCCCAAGGTCCRGAATCCCTGGTATCCCCAATGAGCTCAAGGARTCCTCCTCCTCTTTT 2800 

^^TTTTTTTTTTTTTACAAATTATATAIGTAACACATATTCACTGCAGAAAAATTAGAAAACACAGATAAACCRAAAAGA 2880 
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AAAAAAATTATAGTTCCCCAAATGGGGCACAGAfiGACCCAGTGGACftrRGRRGTrGGRTRGACrTGGATTTftftACTGGTT 2960 

CCTTAGTTTAGRCGCTTTGCAACCCCATGGACTGTAGCCCACCAGGCTCCTCTGTCCATGTGGATTCTGCAGGCAAGAAT 3200 

ACTGGAGTGGGTCftCCATGCACTCCTCCAGGGGATCTTCCCAACTCAGGGATCGAACCCAGGTCCTAGCCTACflGTATTA 3280 

ATTGATGCTGTTATTTTTACTTTTATCCCACTAGCTAGAGCACATCATCCTAGACArTTTGArACATGGCCTACCAATTT 3360 

GTGTCC AGTGTAAGAATATACATGTGTGTGCTCAGTGGCrCAGTCGTGTCTGACTCrTTGCAACCCCATGGACTGTAGCC 34 40 

CGCGAAAGCTCCTCTGCCCATGGGArTGCCCAGCCAAGAArACTGGAGCAGGTTGCCATTTCrrCCTCCAGGGGATCTTT 3520 



CCCTTAAGTATATACACATAAATCTTTTATAGTrTCCATrCTCCCTTCTACCACrCCAAATAGGriATACCAAGGAGAAT 3680 
GTATTTTGGTAGCTAGGCAGTATTCCTGGAGCCCCTCTCrGGGAGTCArGTTAAAGGTTTTGGTGTACAGTGAGGAATGC 3760 
CAGGGATTGAGGGAGACTTGCTGTCTTCTTTTCaGCOACCCauseTeTOasOMa&CMCTGerATRTCCCCWMS^ 3840 
:rMCTCAGRAARGArGCTTTGTTTATGTCT(3G 3920 
4000 

TTGGTCTCATCCTTAAATTCTGTGAGTTTCCCTAATCTTCACTTCCCCCATGACTCCTTCCTCTTCC AC AGCACCTAGTC 4080 
AACTCTATTATACTTCTTTCTGGGAGCCCTGCrCCAATTATAGTCCCATCCCATGGACCCTCTCATAAGGACTTTTTTCC 4160 
TGCCCAACATATGCAAGCTTAAACTCTCTGAAATAACCATCCTTGATACATCTCCTGACCTTCCTTCTCTGGTTCCATCT 4240 
CTAACCCTGCCCCAGTCTCCTTTGACCAGTAACCCCCTTCCCTACTCTrCTTTCCAAAAACCTCflGACCAATACTCCCAA 4320 



GTTCTGGGGGGCCCJI 



4400 



:CCaiGAGCTATGTCCC0CTC6Cia«:TCCAaTTCAacCTrCACCAtTACTGGmAGGACTGAG 4480 

GAGGGGACAAGGCCAGTTGCAGGGCAGGAGAAGGTGGGGAGGCTGGGCTGGACAGGAAAGGGGAAAGAGGAAATGGTGTG 4560 

TAACCTTACAGGGGCAGAACCAGGAAGATGTGGGCAGAGGGATGTGGGGCTTGGAGCCCGTGAAGGGCCAGGCAGCTTGG 4640 

GTTfJGTTGAAAAATATGGCTGTGAAAGAAGAAGCTGACAGAAAGAAGAACTTATGGrTCTCACrrTCTCTGACTCCAATC 4720 

CC AGRCCAGGTGCCCTTCTCTCTSAGTSTGTCtCAOCTGCAGGCCTTGGATGGAAGtSAACAAGCGCTTCCTGAGAAAGCA 4800 

OCCTCIGACCTTTCCCCICCAOCTCCATGATCCCAGTGGCTATTTGGCIGGGGCTGACCTTTCCrACACCTGGGACTTTG 4880 

GT(aCAGTACAGGGACCCTCATCTCTC6GGCACTCJU:GCra«:TCACACTTACCrAGAGTCTGaCCCA6TCACTG<a^CAG 4960 

GTGGTGCTGa^CTGCCATTCCTCTCACCTCCTGTGGCTCCTCTCCACTTCaA(Kaw:TACAmT*aa^ 5040 

CAG&GGCCCCT(WCJlC<a«a^TT66GTGGGT6CauW:caMa«3AS(aTGri«SGIACClMJ^ 5200 

AAA(MCTTAAGTJWaiACACCafiTCGAGATGC(:yuM:TGCAAftAGCTACUiGGTAG(SACW:CTaAAGT^^ 5280 

CGGGTTCAAATACTAGCTCATTCATGCCTACAGAAGGTACrGCAGGTWVGGGGGCCACCATGAATGAGTTCATAGAGGTG 5440 

GGGCATTTGTCACAGCTCTGAAGACCTGAAAGAATTGCrCAGGACCCAGATGTTACTCAATCCTTAGCTTAGCAGTGGAG 5520 

TCCCCTCAGAATCTTCACTGGTTTTAAAACCCCCTAAGTCCCTCTTAATGGCACAGAATAGATCCAGAGTTCAGGAAACC 5600 

AGGGTCTTCTCCTAGGCCAGGGGTAGAGAGCTTATTCTCTCTTCCTGAAGAGAAGTTCAGGAAGCAGTGTGTGATCATTT 5680 

GGTGGTGGTGCTCAGTCATGTCTGACTCTTTGTGACCTCATGGACTATGGCCCACCRGGCTCCTCTGTCCATAGAATTCT 5760 
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CCAGGCAAGAACRCTGGAGTGGGTGGCCATTTCCTTCTCCAGGGGATTTTCCCTGCCCAGGGATTAAACCCGAATTGGCA 5840 

GGTGGATTCTTTRCCCGAGCCACCTAGAAAGTCCCATGTGATCATTAGATAATACTTATACCTCATTTTCTGATTAAGTG 5920 

TAAACACRGAAATCTTTCTGACACCACTTCCCACCCCTGGATTCCCATCCCAAAGTAGGTTTACCTGGAATTGTGGTAGG 6000 

AATACTAAAAAGGGAGAAGTGAGATAGTGACACTATGACTTAACACATGTCAAATGTCTGACCCAGGACCTGGCACAGTG 6080 

TAGGGTGTGATAAACATTTGGGATGTCTAAAATTCTGACTCTAACCCTGTGACTCTGGGGCAGTCATTTCTCTTGGGCCT 6160 

AAATGCTTGTTGGGCCTGTTTTCAGGTTRGTCATTTGCTTTTTGACTTTGCCTCTTTAATCCTCTCCTCCAGGCTCCCTG 6320 

CTCCTTTTCCCTCACCCTGGRCATTGTCCGTCAGTCTTGCCTACATTGTCCGTAAGCTGGTGGAGGGAGGCGTGTGCTGC 6480 

TTAGGGTTGCCCAGTGGAAGCACACCTTGGAAGGAATTACTCACCTGGACAAGGAGAATACCCAGATCCCAGGGGTTTCA 6550 

TATGAAGGCAGAATGGGATTAGGC3AGGCAGCCCGAGGACCTTCCTGGCCATGGGCCTTGGGGGAGGATAAGTAGAGGAGT 6640 

CTCAGACTTAAAAAAATCTTGCAACTTTGCAGAGGGTATTGAGAGTGCTGAGATCCTACAGGCTGTGTCATCCAGTGAAG 6720 

GAGATGCATTTGAGCTGACT6TGTCTTGCCAAGGCGGGTGAGTGTCCCACGGTTGCCCTGAGAACTCCTGGGGTGACTGC 6800 

TGTCCTGTTCTCTGGTGTCTAGTGTCCCTTCCCAGATTCCCTGACGTAAGCTGACATCTCTCCCAGGCTACCCAAGGAAG 6880 

CCTGCATGGACATCTCATCGCCAGGGTGTCAGCTGCCTGCCCAGCGGCTGTGTCAGCCTGTGCCCCCCAGCCCAGCCTGC 6950 

CAGCTGGTTTTGCACCAGGTACTGR&SGGTGGCTCAGGGACCTACTGCCTCAATGTGTCTTTGGCTGATGCCAATAGCCT 7040 

GGCGATGGTCAGCRCCCAGCTTSTCMOCCTGGTAGGTAGTTGGRCAAGAGGTAGGATGAAGACACGGGGAGATGGTAGA 7120 



^GGroAGATCCCCGC 7280 

CATCCTGCTCCCACTCCTTTACCCCTTATTACCACCACCACTCTTCCTCATGGGAAGAAGAAACCACCAACCCCTTTGGG 7 3 50 

AAAGTGTAGAGTCCAAGAAAGAGCCCAGACTTGGAAGTTCAACRGGTCTAGGCTGCAGTCTTGCTGGTGGGACCCTGGGG 7440 

AATGTGAGTAAAACACCTGGTTCTGAAACAAAAGTGGAATAAATGATGATCTCAATGACTGTTGTTATGAATAATATCAA 7500 

CAGTGGAGAAGAACTCAGTGAACTGAGTTCTCCACCTGCCAGAAAGGCAAATCCCTAGGCCTGGAGGGCTGAGGTCCTCA 7680 

AAGCAGGGAAGCCTGTAGGGTGAGAGGGAAATGGTCAGAGCTTACCATAAACATAAGAGAGGATAAACCCTGTTGGTGAG 7760 



TGCCATTGACCACCACTAACCAGTATCCCTGCTTTTCTCCCAATATCAGGCGAAGACTIATGAAGCAAGGCTCAGCAGTC 7920 
CAAACCCCTCCTCAGTGGACAGCAGGTCTGAGTGCTCTTATGTGAAGTCATGATTTACCCAGGTGGACAGCAAGGCCTGT 8080 

(SEQIDN0:14) 8138 
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AGTGGACAGRAAGCCaGGGGCCTGACTGCTGG!«3AG6TG6CCACATATCCCTGAAGGTCA 240 



CTAAAAGCCAAAAGGTGCTGCCASATGGGCASGTCATCTGGGCCAACAACACCATCATCA 360 



ATGGGAGCCAGGTGTGGGGAGGACaWSCTGGTATATCCCCAAGAACCTGATGATACCTGCA 420 



ATGTCTGGAftGACCTGGGACCAATACTGGCAAGTTCTGGGGGGCCCAGTGTCTGGACTGA £ 
CCAATACTGGCAAGTTCTGGGGGGCCCAGTGTCTGGACTGA < 



GCATCGGGACAGACAAGGCAATGCTGGGCACATATAACATGGAAGTGACTGTCTACCACC ( 
GCATCGGGACAGACAAGGCAATGCTGGGCACATATAACATGGAAGTGACTGTCTACCACC : 



GCCGGGGGTCCCAGAGCTATGTGCCCCTCGCTCACTCCAGTTCAGCCTTCACCATTACTG I 
GCCGGGGGTCCCAGAGCTATGTGCCCCTCGCTCACTCCAGTTCAGCCTTCACCATTACTG : 



ACCAGGTGCCCTTCTCTGTGAGTGTGTCTCAGCTGCAGGCCTTGGATGGAAGGAACAAGC ' 
ACCAGGTGCCCTTCTCTGTGAGTGTGTCTCAGCTGCAGGCCTTGGA'fGGAAGGAACAAGC ; 



GCTTCCTGAGAAAGCAGCCTCTGACCTTTGCCCTCCAGCTCCATGATCCCAGTGGCTATT ' 
GCTTCCTGAGAAAGCAGCCTCTGACCTTTGCCCTCCAGCTCCATGATCCCAGTGGCTATT ; 



TGGCTGGGGCTGACCTTTCCTACACCTGGGACTTTGGTGACAGTACAGGGACCCTGATCT ( 
TGGCTGGGGCTGACCTTTCCTACACCTGGGACTTTGGTGACAGTACAGGGACCCTGATCT ; 



CTCGGGCACTCACGGTCACTCACACTTACCTAGAGTCTGGCCCAGTCACTGCACAGGTGG I 
CTCGGGCACTCACGGTCACTCACACTTACCTAGAGTCTGGCCCAGTCACTGCACAGGTGG ■ 



TGCTGCAGGCTGCCATTCCTCTCACCTCCTGTGGCTCCTCTCCAGTTCCAGGCACTACAG ! 
TGCTGCAGGCTGCCATTCCTCTCACCTCCTGTGGCTCCTCTCCAGTTCCAGGCACTACAG < 
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ATAGGCATGTGACAACTGCAGAGGCTCCTGGAACCACAGCTGGCCAAGTGCCTACTACAG 1020 
ATAGGCATGTGACAACTGCAGAGGCTCCTGGAACCACAGCTGGCCAAGTGCCTACTACAG 521 

AAGTCATGGGCACCACACCTGGCCAGGTGCCAACTGCAGAGGCCCCTGGCACCACAGTTG 1080 
AAGTCATGGGCACCACACCTGGCCAGGTGCCAACTGCAGAGGCCCCTGGCACCACAGTTG 581 

GGTGGGTGCCAACCACAGAGGATGTAGGTACCACACCTGAGCAGGTGGCAACCTCCAAAG 114 0 
GGTGGGTGCCAACCACAGAGGATGTAGGTACCACACCTGAGCAGGTGGCAACCTCCAAAG 6 4 1 

TCTTAAGTACAACACCAGTG6AGATGCCAACTGCAAAAGCTACAGGTAGGACACCTGAAG 1200 
TCTTAAGTACCACACCAGTGGAGATGCCAACTGCAAAAGCTACAGGTAGGACACCTGAAG 7 0 1 

TGTCAACTACAGAGCCCTCTGGAACCACAGTTACACAGGGAACAACTCCAGAGCTGGTGG 1260 
TGTCAACTACAGAGCCCTCTGGAACCACAGTTACACAGGGAACAACTCCAGAGCTGGTGG 7 61 

AGACCACAGCTGGAGAGGTGTCCACTCCTGAGCCTGCGGGTTCAAATACTAGCTCATTCA 1320 
AGACCACAGCTGGAGAGGTGTCCACTCCTGAGCCTGCGGGTTCAAATACTAGCTCATTCA 8 21 

TGCCTACAGAAGGTACTGCAGGCTCCCTGAGTCCCCTGCCGGATGACACTGCCACCTTAG 1380 
TGCCTACAGAAGGTACTGCAGGCTCCCTGAGTCCCCTGCCGGATGACACTGCCACCTTAG 881 



TCACCCTGGACATTGTCCAGGGTATTGAGAGTGCTGAGATCCTACAGGCTGTGTCATCCA 1500 
TCACCCTGGACATTGTC— AGTATTGAGAGTGCTGAGATCCTACAGGCTGTGTCATCCA 998 

GTGAAGGAGATGCATTTGAGCTGACTGTGTCTTGCCAAGGCGGGCTACCCAAGGAAGCCT 1560 
GTGAAGGAGATGCATTTGAGCTGACTGTGTCTTGCCAAGGCGGGCTACCCAAGGAAGCCT 1058 

GCATGGACATCTCATCGCCAGGGTGTCAGCTGCCTGCCCAGCGGCTGTGTCAGCCTGTGC 1620 
GCATGGACATCTCATCGCCAGGGTGTCAGCTGCCTGCCCAGCGGCTGTGTCAGCCTGTGC 1118 

CCCCCAGCCCAGCCTGCCAGCTGGTTTTGCACCAGGTACTGAAGGGTGGCTCAGGGACCT 1680 
CCCCCAGCCCAGCCTGCCAGCTGGTTTTGCACCAGGTACTGAAGGGTJGGCTCAGGGACCT 1178 

ACTGCCTCAATGTGTCTTTGGCTGATGCCAATAGCCTGGCGATGGTCAGCACCCAGCTTG 1740 
ACTGCCTCAATGTGTCTTTGGCTGATGCCAATAGCCTGGCGATGGTCAGCACCCAGCTTG 1238 

TCATGCCTGGGCAAGAAGCAGGCCTCAGGCAGGCTCCTCTGTTCGTGGGCATCTTGCTGG 1800 
TCATGCCTGGGCAAGAAGCAGGCCTCAGGCAGGCTCCTCTGTTCGTGGGCATCTTGCTGG 1298 

TGCTAACAGCTTTGTTGCTTGCATCTCTGATATACAGGCGAAGACTTATGAAGCAAGGCT 1860 
TGCTAACAGCTTTGTTGCTTGCATCTCTGATATACAGGCGAAGACTTATGAAGCAAGGCT 1358 

CAGCAGTCCCCCTTCCCCAGCTGCCACACGGTAGAACCCAGTGGCTACGTCTGCCCTGGG 1920 
CAGAAGTCCCCCTTCCCCAGCTGCCACACGGTAGAACCCAGTGGCTACGTCTGCCCTGGG 1418 
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TCTTCCGCTCTTGCCCCATTGGTGAGAGCAAACCCCTCCTCAGTGGACAGCAGGTCrGAG 1980 
3CTTCCGCTCTTGCCCCATTGGTGAGAGCAAACCCCTCCTCAGTGGACAGCAGGTCTGAG 14 78 

TGCTCTTATGTGAAGTCATGATTTACCCAGGTGGACAGCAAGGCCTGTCTTTTCTCTGGT 2040 
3GCTCTTATGTGAAGTCATGATTTACCCAGGTGGACAGCAAGGCCTGTCTTTTCTCTGGT 1538 

CTTCCCTCAGAGACTACCATTGCCTGAAATAAAGACTCAGAACTTG 2086 (SEQIDN0:15) 
CTTCCCTCAGAGACTACCATTGCCTGAAATAAAGACTCAGAACTTG 1584 (SEQIDN0:16) 
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MDLVLRKTLIJIVAIiMGVLLAVBTTEGPFDRDWLGVSRQLRIKAWNRQLYPEWTESQGPDC 60 

WRGGHISLKVSNDGPTLIGANASFSIALHFPKSQKVLPDGQVIWANNTI INGSQVWGGQL 120 

VYPQEPDDTCIFPDGEPCPSGPLSQKRCFVYVWKTWDQYWQVLGGPVSGLSIGTDKAMLG 180 
QYWQVLGGPVSGLSIGTDKAMLG 23 

TYNMEVTVYHRRGSQSYVPLAHSSSAFTITDQVPFSVSVSQLQALDGRNKRFLRKQPLTF 240 
TYNMEVTVYHRRGSQSYVPLAHSSSAFTITDQVPFSVSVSQLQALDGRNKRFLRKQPLTF 83 

ALQLHDPSGYIAGADLSYTWDFGDSTGTLISRALTVTHTYLESGPVTAQWLQAAIPLTS 300 
ALQLHDPSGYLAGADLSYTWDFGDSTGTLISRALTVTHTYLESGPVTAQWLQAAIPLTS 14 3 

CGSSPVPGTTDRHVTTAEAPGTTAGQVPTTEVMGTTPGQVPTMAPGTTVGWVPTTEDVG 360 
CGSSPVPGTTDRHVTTAEAPGTTAGQVPTTEVMGTTPGQVPTAEAPGTTVGWVPTTEDVG 203 

TTPEQVATSKVLSTTPVEMPTAKATGRTPEVSTTEPSGTTVTQGTTPELVETTAGEVSTP 420 
TTPEQVATSKVLSTTPVEMPTAKATGRTPEVSTTEPSGTTVTQGTTPELVETTAGEVSTP 263 

EPAGSNTSSFMPTEGTAGSLSPLPDDTATLVLEKRQAPLDCVLYRYGSFSLTLDIVQGIE 480 
EPAGSNTSSFMPTEGTAGSLSPLPDDTATLVLEKRQAPLDCVLYRYGSFSLTLDIV-SIE 322 

SAEILQAVSSSEGDAFELTVSCQGGLPKEACMDISSPGCQLPAQRLCQPVPPSPACQLVL 540 
SAEILQAVSSSEGDAFELTVSCQGGLPKEACMDISSPGCQLPAQRLCQPVPPSPACQLVL 382 

HQVLKGGSGTYCLNVSLADANSLAMVSTQLVMPGQEAGLRQAPLFVGILLVLTALLLASL 600 
HQVLKGGSGTYCLNVSIADANSUyyiVSTQLVMPGQEAGLRQAPLFVGILLVLTALL 442 

lYRRRLMKQGSAVPLPQLPHGRTQWLRLPWVFRSCPIGESKPLLSGQQV 64 9 (SEP ID NO: 171 
lYRRRLMKQGSEVPLPQLPHGRTQWLRLPWVFRSCPIGESKPLLSGQQV 4 91 (SEQIDN0:18) 
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